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Supplementary information -X-ray crystallography
The X-ray crystal structure of ADOTA-M. The PF 6 anion in the structure of ADOTA-M (Fig. S9 ) was found to be disordered. Three orientations were identified, of ca. 49, 28 and 23% occupancy, their geometries were optimised, the thermal parameters of adjacent atoms were restrained to be similar, and only the atoms of the major occupancy orientation were refined anisotropically (the remainder were refined isotropically). Figure S9 . The crystal structure of ADOTA-M (50% probability ellipsoids).
The X-ray crystal structure of reduced TMPA-M. Crystals of reduced TMPA-M were obtained as a by-product during TMPA-M work up. In contrast to the planarity seen for the fused ring system in the structure of ADOTA-M, the acridine ring system in the structure of TMPA-M (Fig. 6 ) is significantly folded, the two outer aryl rings being inclined by ca. 23°. The -CH 2 -CH 2 -morpholino unit was unfortunately found to be disordered in the crystal structure (see supporting information for more details) so analysis of its geometry needs to be treated with caution. For the major occupancy orientation (ca.
82% occupancy) the N-CH 2 -CH 2 -N linkage between the acridine and morpholino ring systems is much closer to an ideal anti conformation than seen for ADOTA-M, the torsion angle being 170.9(2)° cf. 152.05(19)° in ADOTA-M. As expected this "straightening" of the linkage is associated with a lengthening of the N···N separation, which is 3.784(3) Å here cf. 3.712(3) Å in ADOTA-M. There are no noteworthy intermolecular interactions. Figure S10 . The X--ray crystal structure of reduced TMPA--M.
